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Methods: Cartilage explants were prepared from OA patients
undergoing joint replacement surgery. Chondrocytes were iso-
lated using collagenase digestion and cultured in monolayer.
Prostaglandin E2 (PGE2), IL-6 and IL-8 production were esti-
mated using radioimmunoassay and ELISA respectively. Gene
expression studies of cartilage from normal and OA patients were
performed using Affymetrix U95Av2 microarray. The expression
of various genes was performed using TaqMan Real time-PCR.
Results: We studied NURR1 mRNA expression in cartilage and
synovium from 18 OA patients vs. 8 age-matched normal con-
trols, using Affymetrix microarray. Specimens were obtained at
the time of joint replacement surgery (OA) or from accident vic-
tims (normal). Relative to normals, NURR1 was overexpressed
in OA cartilage (2-5 folds) and synovium (2 fold). Increased ex-
pression of NURR1 in OA cartilage and synovium was confirmed
by real time PCR. Incubation of OA chondrocytes with PGE2
(10uM) induced NURR1 expression (20-50 fold), as analyzed by
TaqMan PCR. IL-1 (10ng/ml) also induced NURR1 expression,
yielding biphasic peaks at 1h and 24h. IL-1 induced NURR1
expression was augmented by addition of exogenous PGE2.
IL-1-induced expression of NURR1 was inhibited by celecoxib
(2uM) and EP4 receptor antagonist (A23858), indicating that IL-
1 induced NURR1 expression depends upon COX-2 expression
and PGE2 generation. PGJ2, a potent inhibitor of NFkB acti-
vation, did not induce NURR1 expression. PGE2 acts via EP
receptors to stimulate adenylyl cyclase and cAMP generation;
cAMP analog dibutyryl cAMP stimulated NURR1 expression,
consistent with a role for cAMP in PGE2 upregulation of NURR1.
Since NURR1 binds to the NURR1 cis- acting sequence (NBRE)
in the promoter region of a variety of genes, we examined
the effect of adenoviral-mediated over-expression of NURR1 in
chondrocytes. Chondrocytes transfected with NURR1 exhibited
increased mRNA expression (by qPCR) and protein synthesis
(by ELISA) of IL-6, IL-8 and MMP-13, and decreased expression
of MMP-1. These effects were duplicated by addition of PGE2 to
non-transfected chondrocyte which could be significantly blocked
by EP4 receptor antagonist.
Conclusions: NURR1 is over-expressed in OA cartilage and
synovium. Our data suggest that NURR1 upregulation results
from cytokine (e.g., IL-1)-induced, COX-2-dependent PGE2 pro-
duction. NURR1 expression regulates chondrocyte gene acti-
vation in vitro, and in vivo may account for disease-associated
downstream actions of COX-2-derived PGE2.
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Purpose: Osteoarthritis (OA) is the most common bone and
joint disease with considerable genetic determinant. To clarify
the etiology and pathogenesis of OA, we have been working on
the identification of susceptibility gene for OA. The aim of the
study is to report association of asporin with OA together with its
function, mechanism of action and regulation.
Methods: A large-scale candidate gene-association study was
performed for OA of the knee and hip joints in Japanese us-
ing several independent cohorts including a total of more than
1,500 subjects. Susceptibility genes were located by a linkage-
disequilibrium mapping. The association of an identified gene,
asporin was tested by meta-analysis by literature using subse-
quent reports in other ethnic groups. The function, mechanism
of action and regulation of asporin were examined by molecular,
cellular, imuno-histochemical and immnuno-cytochemical anal-
yses using ATDC5, a mouse model for chondrogenesis and
human cartilage cells as well as OA samples.
Results: We found that a functional polymorphism in the asporin
gene that encodes asparatic-acid (D) repeat is significantly as-
sociated with knee and hip OA in Japanese. The D14 allele was
over-represented in OA. The association was replicated in other
ethnic groups by the meta-analysis. Asporin binds to TGF-β, a
key cytokine in chondrogenesis and pathogenesis of OA, and
inhibits TGF-β-induced chondrogenesis. Asporin inhibited early
and late stages of chondrogenesis. It also inhibited expressions
of cartilage matrix genes and chondrocyte phenotypes induced
by TGF-β1. Knockdown of asporin by RNAi increased expres-
sions of cartilage matrix genes and TGF-β1, and TGF-β1 induced
asporin mRNA in turn. Asporin inhibited Smad phosphorylation
and reporter gene transactivation induced by TGF-β, but did not
inhibit TGF-β/Smad signaling after TGF-β type I receptor activa-
tion. Asporin co-localized to TGF-β1 in cell surface and inhibited
TGF-β binding to TGF-β type II receptor in vivo.
Conclusions: Asporin regulates the canonical TGF-β signal by
inhibiting the binding of TGF-β to its receptor through direct
interaction on cell surface. Our results suggest asporin plays a
critical role in molecular pathogensis of OA.
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Purpose: C-reactive protein (CRP) is the prototypical protein up
regulated in the acute phase response. Recently in a population
based study, a series of genetic haplotypes was described on
the basis of 7 SNPs. In this study three groups of haplotypes
were identified that associated to high, medium or low serum
CRP levels in Caucasians, respectively. High CRP levels have
previously been reported to associate to erosive osteoarthritis of
the hand (EOA).
We explored whether these haplotypes associated to serum CRP
in OA patients. More importantly we explored in this (GARP)
study whether these haplotypes associated to the occurrence of
OA at multiple joints in the hands only and to generalized OA
expressed in different joint groups.
Methods: The GARP study consists of 191 (n=382) Caucasian
sibling pairs with early onset OA at multiple joint sites. A ra-
diographic score per joint site is interpreted as a quantitative
score for OA severity. The SNPs described to build up the hap-
lotypes were genotyped in the GARP study by use of mass
spectrometry-based hME assay (Sequenom). The haplotypes
were reconstructed using the algorithm based program THE-
SIAS. For applying t-test statistics and logistic regression analy-
sis we used SPSS version 11 software (SPSS, Chicago, IL).
Results: The haplotyped individuals for which a serum CRP
level was available (n=351) showed similar relative frequencies
and serum CRP as observed previously and we indeed noted
significant associations between haplotypes and CRP levels as
observed previously. The haplotype associated to higher serum
CRP levels was significantly associated to the presence of hand
OA at multiple joints (>7) as measured by radiographic fea-
tures.
Conclusions: In the GARP study we have no score available
for erosive OA and therefore it remains unclear whether the
association can be assigned to EOA or is caused by generalized
nodular hand OA. No association was found for the generalized
OA definition involving multiple joint groups. Our study indicates
that the role of CRP in the development of hand OA may not
be limited to erosive OA only but also to generalized hand OA
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taking into account that as yet we do not know whether the two
definitions correlate.
The analysis of follow up data in GARP may reveal whether ge-
netic predisposition for a higher baseline serum CRP is causally
contributing to the development of hand OA.
P246
PREVALENCE AND VIRAL LOAD OF PARVOVIRUS B19,
VARICELLA-ZOSTER VIRUS, AND HUMAN
HERPESVIRUS-6 IN MESENCHYMAL STEM CELLS OF
PATIENTS WITH OSTEOARTHRITIS
B. Fernández-Gutiérrez, R. Rollín Toledo, R. Álvarez-Lafuente,
J. Jover, C. Hernández-García, L. López-Durán, F. Marco
Hospital Clínico San Carlos, Madrid, Spain
Purpose: Viruses have long been suspected to be involved in
the pathogenesis of rheumatic diseases. In the last years, an
increasing number of studies of viral DNA prevalences in blood,
serum and synovial fluid suggest the involvement of the viruses
in these diseases. Less numerous, but not less important, are
the studies carried out in bone marrow. In addition, total bone
marrow transplantation has been used for repairing of damaged
tissues in different pathological situations (i.e. osteogenesis im-
perfecta) and mesenchymal stem cells (MSCs) seem to be the
best candidates for cell therapy for regeneration of injured tissue.
Thus, the risk of viral transmission in bone marrow transplan-
tation or autologous MSCs transplantation could be a serious
problem.
The purpose of this study was to evaluate the importance of
viral infections in osteoarthritis (OA) through the measurement of
the prevalence and viral load of Parvovirus B19 (B19), Varicella-
zoster virus (VZV), and Human Herpesvirus-6 (HHV-6), in MSCs
from bone marrow of patients with OA and healthy donors.
Methods: A total of 18 patients with OA (mean age 74.7 years,
range 61-89) and 10 healthy donors with no known history of joint
disease (mean age 66.6, range 44-90) were recruited from the
Service of Orthopaedic Surgery of Hospital Clinico San Carlos.
Fresh bone marrow aspirates were obtained from the distal femur
of the patients with OA after total knee replacement surgery and
from healthy donors during tissue harvest in the process of mul-
tiorganic donation (n=3) or from proximal femur in the surgery for
the subcapital fracture of the hip (n=7). MSCs were established
from bone marrow aspirates of OA patients and healthy donors.
DNA was extracted from primary MSCs culture established from
these cells and quantitative real time polymerase chain reaction
was performed to analyse the prevalence and viral load of B19,
VZV and HHV-6. Differences between groups were analyzed us-
ing the two-tailed Student’s t test and the Mann-Whitney U test
for normal and non-normal quantitative variables respectively.
The Chi-square test was used to compare categorical variables.
A two-sided P value of 0.05 was the criterion for statistical
significance in all cases.
Results: We found a total viral DNA prevalence of 16.7% (3/18)
among OA patients: 1/18 was positive for B19, 2/18 for VZV, and
0/18 for HHV-6. In the control group, we found a total viral DNA
prevalence of 20% (2/10); the two positives belonged to B19. We
did not find any statistical significant difference.
Conclusions: This first approach to the viral prevalence in MSCs
of bone marrow in OA patients seem do not support the possible
involvement of the viruses in the pathophysiology of OA, and
show a very low risk of viral reactivation in a possible MSCs
transplantation.
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Purpose: Osteoarthritis (OA) is a complex disease of the skele-
ton and is associated with ageing. Both environmental and ge-
netic factors contribute to the pathogenesis. We here set out
to identify novel genes associated with OA, concentrating on
regulatory polymorphisms allowing for differential expression.
Methods: Our strategy included an initial transcriptome analy-
sis of the PBMC of 6 OA patients and 6 age-matched healthy
controls in order to identify differentially expressed genes. These
were screened for allelic expression imbalances and potentially
regulatory SNPs in the 5’regions of the genes. To establish
disease association, disparate promoter SNP distributions cor-
relating with the differential expression were tested on larger
cohorts.
Results: Our approach yielded 26 candidate genes differen-
tially expressed between patients and controls. While BLP2
and CIAS1 seem to be trans-regulated as suggested by the
absence of allelic expression imbalances, the presence of al-
lelic imbalances confirms cis-regulatory mechanisms for RHOB
and TXNDC3. Interestingly, on/off switching suggests additional
trans-regulation for TXNDC3. Moreover, we demonstrate statisti-
cally significant associations between 5’ SNPs and the disease
for RHOB and TXNDC3, hinting at regulatory functions.
Conclusions: Investigating the respective genes functionally will
not only shed light on the disease association but will also add
to the understanding of the pathogenic processes involved in OA
and may point out novel therapeutic approaches.
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Purpose: To explore the possibility that non-synonymous SNPs
altering conserved aminoacids of the main in vivo aggrecanase
could play a role in OA susceptibility. That ADAMTS5 (a disinte-
grin and metalloproteinase with thrombospondin motifs 5) is the
main aggrecasnase has been shown in knockout mouse models
of OA and of inflammatory arthritis where cartilage degradation
was prevented.
Methods: A case-control study has been done with samples
from Spain, the UK and Greece. Three groups of Spanish OA
patients were studied: with total joint replacement for primary OA
in the hip, THR (n = 310), or the knee, TKR (n = 277) or with
hand OA, HOA (n = 242). Samples form TKR patients from the
